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Abstract
Any condition that disrupts the ER homeostasis activates a cytoprotective 
signaling cascade, designated as the unfolded protein response (UPR), which 
is transduced in plant cells by a bipartite signaling module. Activation of IRE1/
bZIP60 and bZIP28/bZIP17, which represent the bipartite signaling arms and serve 
as ER stress sensors and transducers, results in the upregulation of ER protein 
processing machinery-related genes to recover from stress. However, if the ER stress 
persists and the cell is unable to restore ER homeostasis, programmed cell death sig-
naling pathways are activated for survival. Here, we describe an ER stress-induced 
plant-specific cell death program, which is a shared response to multiple stress 
signals. This signaling pathway was first identified through genome-wide expres-
sion profile of differentially expressed genes in response to combined ER stress and 
osmotic stress. Among them, the development and cell death domain-containing 
N-rich proteins (DCD/NRPs), NRP-A and NRP-B, and the transcriptional factor 
GmNAC81 were selected as mediators of cell death in plants. These genes were 
used as targets to identify additional components of the cell death pathway, which 
is described here as a regulatory circuit that integrates a stress-induced cell death 
program with leaf senescence via the NRP-A/NRP-B/GmNAC81:GmNAC30/VPE 
signaling module.
Keywords: senescence, stress, NRP, DCD, BiP, NAC, VPE, ER, osmotic stress, 
drought
1. Introduction
The onset of leaf senescence is a highly regulated developmental program that 
is controlled by both genetics and the environment. Multiple stresses in plants 
induce programmed cell death, and the underlying regulatory mechanisms are 
often associated with molecular links of developmentally programmed senescence. 
The transcriptome changes induced by different environmental stressors are not 
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entirely overlapping, but functional analysis of genes commonly induced as shared 
responses can give clues on signaling integration. This approach has been used to 
select for overlapping genes as candidate regulatory components that integrate the 
ER stress and osmotic stress responses, which were shown later to participate also 
in natural leaf senescence. Among genes identified as components of the ER and 
osmotic stress shared response, the developmental and cell death (DCD) domain-
containing asparagine-rich proteins (NRP-A and NRP-B) were the first ones to be 
characterized as cell death-promoting proteins, and hence this multiple stress-
integrating signaling was designated as stress-induced DCD/NRP-mediated cell 
death response. Further characterization of the cell death pathway implicated in the 
discovery of the signaling module ERD15/NRPs/GmNAC81:GmNAC30/VPE that 
also has been shown to operate in developmentally programmed leaf senescence. 
This plant-specific cell death signaling module, which operates in both stress-
induced and natural leaf senescence, constitutes the primary focus of this chapter.
2.  Modest overlapping of ER stress and osmotic stress response identifies 
NRPs and NACs as cell death-promoting genes
2.1 Osmotic stress responses
Organisms, in general, are continually adapting to internal and external stimuli, 
which activate sensor proteins to subsequently transmit the signal to downstream 
effectors responsible for the assembly of adaptive cellular responses [1]. Abiotic 
stresses consist of a set of adverse environmental conditions that limits plant devel-
opment. Cold, high temperature, salinity, water availability (drought or overflow), 
radiation, pollution, and chemical exposure are the most common examples of 
types of abiotic stresses [2].
Generally, a signaling sensor network connects internal and external stimuli 
to adaptive responses leading to molecular modifications that allow physiological 
adjustments, which ultimately cause susceptibility or tolerance to the exposed 
conditions. Molecular responses to abiotic stress conditions in plants are crucial for 
survival and productivity as these stresses often limit yield. Among abiotic stresses, 
drought and excess salinity conditions induce sophisticated adaptive responses in 
plants to cope with or acclimate to these adverse environmental conditions [3, 4]. 
Some types of abiotic stress responses are better understood than others. In plants, 
for example, the molecular mechanisms of perception and responses to drought, 
high salinity, and endoplasmic reticulum stress are well characterized, and many 
stress-related cell signaling pathways are completely elucidated, revealing some 
convergence points between them.
The osmotic stress in plants, caused by water deprivation or high salinity, for 
example, undergoes a set of characteristic morphological, molecular, and physi-
ological changes. One of the most notorious symptoms in plants under low water 
availability is the ABA-mediated stomatal closure [5]. This hormone-mediated 
morphological change affects plant physiology. The stomatal closure prevents the 
evapotranspiration, optimizing the cell water use, but it also compromises carbon 
dioxide uptake, causing imbalances on photosynthetic apparatus, which culminates 
on reactive oxygen species (ROS) production [6, 7]. The ROS accumulation acts as 
a signal to the cell, which triggers mechanisms of ROS-associated detoxification, 
including upregulation of antioxidant enzymes, osmolyte, and electron-carrier 
synthesis [8]. There is evidence that osmotic stress and temperature changes 
are capable of generating lipid-derived signal transducers, including the phos-
phatidic acid, phosphoinositides, sphingolipids, lysophospholipids, oxylipins, 
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N-acylethanolamines, and others. Water deprivation causes a collapse on the 
organization of membrane lipids, disrupting its permeability and some significant 
molecular interactions between lipids and proteins, which act as a cell signal to 
stress-mediated physiological changes. The mechanisms of how stress responses are 
connected with membrane lipid transducer generation are still unclear, but lipid 
messengers can alter protein and enzymatic functions [9].
2.2 ER stress responses
The endoplasmic reticulum is one of the most dynamics organelles in cell 
machinery. It is the gateway for the synthesis of secretory proteins and contains the 
necessary apparatus to ensure quality protein synthesis, protein maturation, and 
secretion in eukaryotic cells [10]. Furthermore, the ER can modulate some chronic 
stress-related pathways, promoting oxidative stress, autophagy, and apoptotic cell 
death in mammals and plant cells [11–13].
Several adverse environmental conditions can affect the ER quality control 
machinery, causing unfolded/misfolded protein accumulation in the ER lumen. The 
secretory proteins are synthesized in ER membrane-bound polysomes, and, as soon 
as they enter the organelle, they are processed by the ER processing machinery. 
Under normal conditions, there is a perfect balance between the rate of protein 
synthesis and ER processing capacity. Any conditions that disrupt this balance 
promote unfolded/misfolded protein accumulation in the ER lumen. As a conse-
quence, the perturbation on ER function triggers a sophisticated and coordinated 
signal cascade, perceived by ER membrane-associated sensors, which activate the 
expression of ER-resident chaperones, foldases, and components of the ER quality 
control machinery. Collectively, these cytoprotective mechanisms are known as the 
unfolded protein response pathway (UPR, Figure 1) [14].
The detection of ER stress is mediated by membrane-associated sensors, identi-
fied both in mammals and plants. In mammals, there are three of these sensors: 
kinase/endoribonuclease inositol-requiring enzyme 1 (IRE1), activating transcrip-
tion factor 6 (ATF6), and protein kinase RNA-like ER kinase (PERK) [15], which 
are regulated by the ER-resident molecular chaperone BiP (binding protein). The 
ER sensors initiate the UPR to restore ER homeostasis under stress condition. If the 
adverse physiological status is prolonged, they can initiate some alternative routes 
leading to cell death.
Under normal conditions, BiP is bound to the luminal domain of these recep-
tors, keeping them inactive. With the stress progression and consequent misfolded 
protein accumulation, the BiP molecular chaperone function is required to prevent 
aggregation of the unfolded proteins. Therefore, under these stress conditions, 
BiP is released from the ER receptors, which leads to their activation. The three 
ER signal transducers act in different ways, but in convergent stress-responsive 
pathways. IRE1 (IRE1a and IRE1b) displays a dual biochemical activity. It harbors 
a ribonuclease and kinase activity at the C-terminus, responsible for the uncon-
ventional spliceosome-independent splicing of X-box binding protein 1 (XBP1) 
mRNA. Stress-mediated BiP release from the IRE1 N-terminus promotes IRE1 
homodimerization, which sequentially activates its kinase via autophosphorylation 
and endoribonuclease activity, culminating on spliceosome-independent splic-
ing of XBP1, a bZIP transcriptional factor. Under normal conditions, the XBP1u 
(unspliced form) is constitutively translated into a low-functional transcription 
factor, which is rapidly degraded by the proteasome and does not effectively acti-
vate UPR. The IRE1-mediated mRNA splicing removes an unconventional intron of 
26 nucleotides, which causes a shifting frame in XBP1 mRNA translation, generat-
ing a protein of 376 amino acids instead of 261 amino acids when unprocessed. 
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This unconventional splicing seems to prevent the degradation of XBP1s (spliced 
form) product by the proteasome and increase its transactivation activity, causing 
activation of UPR-related genes [16, 17]. Thus, the XBP1s is a soluble and func-
tional transcription factor, which is reallocated to the cell nucleus to activate genes 
involved in cytoprotective pathways, such as some members of ER quality control 
or programmed cell death-related genes, including the apoptotic signaling kinase 1 
(ASK1) and Jun-N-terminal kinase (JNK) [16–19].
The ER signal transducer ATF6 is anchored to the ER membrane and harbors an 
N-terminal sensor domain facing the ER lumen and a C-terminal bZIP domain fac-
ing the cytosolic side. Under normal conditions, ATF6 is inactivated by BiP binding 
to the ER stress sensor domain. ER stress conditions promote the BiP disassociation 
and reallocation of ATF6 to the Golgi apparatus, where it is specifically processed 
by SP1 and SP2 proteolytic enzymes. The limited proteolysis of ATF6 transmem-
brane domain allows that the bZIP domain of ATF6 be directed to the nucleus, 
where it acts in concert with XBP1 to induce genes involved in ER protein process-
ing, ER quality control, and ER-associated protein degradation (ERAD) pathway. 
Figure 1. 
The endoplasmic reticulum stress response in Arabidopsis. The secretory proteins are synthesized in ER-bound 
polysomes (1) attached to the ER membrane through the interaction of signal recognition particle (SRP) and 
membrane receptor. As soon as they enter the lumen of the organelle, they are bound to a series of molecular 
chaperones, including BiP, to assist correct folding (2). Upon ER stress, the accumulation of unfolded 
protein (UP) activates a protective signaling cascade, designated as unfolded protein response, which allows 
communication of ER with the nucleus via a bipartite signaling module: the bZIP28/bZIP17 and IRE1a/IRE1b-
bZiP60 signaling modules. Under normal conditions, BiP is bound to bZIP28/17, keeping the transducer in an 
inactive configuration (4). Upon ER stress, UP causes the dissociation of BiP from bZIP28/bZIP17, which is, 
then, translocated to the Golgi (5), where it is proteolytically cleaved to release the bZIP28/bZIP17 domain from 
the membrane that, in turn, is translocated to the nucleus (6). UP accumulation also causes the oligomerization 
of IRE1a/IRE1b, subsequent activation of its kinase domain by phosphorylation, and the endonuclease activity 
(6). The activated IRE1a/IRE1b endonuclease domain promotes unconventional splicing of bZIP60 mRNA to 
remove a transmembrane motif-encoding fragment, generating bZIP60 spliced mRNA that is translated into 
a soluble bZIP60 protein (bZIP60s) (7), which otherwise would be translated into the membrane-associated 
bZIP60us as it occurs under normal conditions. bZIP60s is, then, translocated to the nucleus (8), where it 
cooperates with bZIP28/bZIP17 to upregulate UPR genes and ERAD-related genes, increasing the ER protein 
processing capacity under ER stress to promote recovery (9). However, if the stress persists, and ER homeostasis 
cannot be restored, cell death signaling pathways are activated. among them, the DCD/NRP-mediated cell 
death signaling is initiated with activation of AtNRP1 (10) that leads to the induction of AtNRP2 and 
activation of a signaling cascade that culminates with the induction of ANAC36 that binds to the VPE 
promoter (11) and induces the expression of VPE, the executioner of the cell death program via collapse of the 
vacuole. These ER stress signaling pathways are conserved in other plant species.
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Finally, the PERK activation upon BiP release by stress conditions promotes global 
translation suppression through the phosphorylation of the translation initiation 
factor IF2α [20]. PERK also activates the transcription factor CHOP, involved in the 
regulation of apoptosis-related genes [10, 21].
In plants, the UPR pathway has, at least, two arms (Figure 1). The first one 
activates IRE1 (IRE1a–AT2G17520 and IRE1b–AT5G24360, in Arabidopsis thaliana), 
and the other is transduced through bZIP membrane-associated transcription 
factors (bZIP17–AT2G40950 and bZIP28–AT3G10800, in Arabidopsis thaliana) 
[22, 23]. In the first arm of plant UPR, like in mammals, the accumulation of 
misfolded proteins leads to the activation of IRE1, which promotes unconventional 
cytosolic splicing of bZIP60 mRNA [24]. The unspliced bZIP60 mRNA, called 
bZIP60us, is translated into an ER membrane-associated transcription factor and 
does not exhibit transcriptional activity. Upon IRE1 activation by UPR, the spliced 
bZIP60 mRNA, called bZIP60s, does not display the transmembrane domain 
coding region, and its translation generates an active transcription factor, which is 
reallocated to the nucleus to activate UPR and cytoprotective genes, such as BiP3, 
CNX (calnexin), CRT (calreticulin), etc. [24–26]. This mechanism is conserved 
among plants, as the rice (Oryza sativa) bZIP60 orthologs, OsbZIP74 or OsbZIP50, 
display similar IRE-mediated mRNA splicing to render the activation of ER stress-
inducible promoters [27, 28]. Likewise, in maize (Zea mays), ZmbZIP60 mRNA 
splicing leads to the activation of ER stress-inducible promoters [29], and, in 
soybean (Glycine max), the ZIP60 ortholog GmbZIP68 harbors a canonical site for 
IRE1 endonuclease activity and is efficiently spliced under ER stress conditions to 
activate UPR genes [30].
The second arm of plant UPR pathway is mediated by posttranslational modifi-
cation of bZIP17 and bZIP28 transcription factors, the functional analogs of ATF6. 
Both bZIP17 and bZIP28 display a canonical SP1 site in their C-terminal domain, 
facing the ER lumen [31]. Upon stress conditions, BIP is released from the bZIP28 
and bZIP17 ER sensor domain, and the transcription factors are reallocated from 
the ER to the Golgi apparatus, where they are processed by SP1 and SP2 proteases. 
These proteases remove the transmembrane domain of bZIP17 and bZIP28, expos-
ing their cytosolic regions, which will activate UPR-related genes in the nucleus 
[31–34]. Like the IRE1/bZIP60 signaling module of plant UPR, the bZIP28/bZIP17 
arm triggers the evolutionarily conservative UPR but also accommodates cross-talk 
with several other adaptive signaling responses [24, 30, 31]. In summary, upon 
ER stress, bZIP60s and bZIP28 use a different mechanism to be translocated to 
the nucleus where they act in concert to induce the expression of UPR genes and 
ERAD-related genes to increase the ER protein processing capacity for recovery 
from stress.
2.3  Convergence of ER stress and osmotic stress responses into a cell death 
signaling pathway
At a physiological level, the UPR encompasses three protective mechanisms: 
(i) global translation suppression by PERK-mediated IF2α phosphorylation; (ii) 
upregulation of ER-resident molecular chaperones, and (iii) proteasome-mediated 
protein degradation by ERAD pathway. However, if the stress conditions are 
sustained and the UPR pathway fails to restore ER homeostasis, apoptotic pathways 
are triggered as an ultimate attempt to survive. In plants, there is a specific branch 
of ER stress that integrates the osmotic stress and leads to programmed cell death 
(PCD), the development and cell death domain-containing N-rich protein (DCD/
NRP)-mediated cell death signaling (Figure 1) [12]. This cell death pathway was 
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first identified via genome-wide and expression profiling approaches, which 
revealed a modest overlapping between ER and osmotic stress-induced transcrip-
tomes of soybean seedlings treated with PEG (an osmotic stress inducer) and 
tunicamycin and AZC (ER stress inducers). Several genes displayed similar kinetics 
and a synergistic induction under combined ER and osmotic stresses, indicating 
that the ER stress response integrates the osmotic signal to potentiate transcription 
of shared target genes. Among them, two plant-specific DCD/N-rich proteins, 
NRP-A and NRP-B, an ubiquitin-associated protein homolog (UBA), and a NAC 
domain-containing protein, GmNAC81, displayed the most robust synergistic 
upregulation by the combination of both stresses [35]. Transient expression of 
NRPs or GmNAC81 in soybean protoplasts and Nicotiana benthamiana leaves dem-
onstrated that they are critical mediators of ER stress- and osmotic stress-induced 
cell death in plants [36–38].
The NRP-A and NRP-B display a highly conserved DCD domain at their 
C-terminal protein region and a high number of asparagine residues at their more 
divergent N-terminus (Figure 2) [39]. Consistent with the presence of a DCD 
domain, overexpression of NRPs in soybean protoplasts induces caspase-3-like 
activity and promotes extensive DNA fragmentation. Furthermore, transient 
Figure 2. 
Schematic representation of the cell death pathway components. The predicted domains of each protein are 
highlighted. The indicated domains are delimited by the amino acid positions in the primary structure shown 
by the numbers. For ERD-15, PAM2 is a PABP-interacting motif, PAE2 is PAM2-associated element 1 motif, 
DEDEKERKEGKEV is a conserved sequence representing a putative motif of ssDNA-binding transcriptional 
regulators, and QPR is a highly conserved C-terminal QPR motif. As for GmNAC81, GmNAC30, and 
ANAC36, the N-terminal NAC domain is subdivided into five conserved motifs (A to E) as indicated. In the 
AtNRP1, AtNRP2, NRP-A, and NRP-B schemes, DCD is development and cell death domain.
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expression of NRPs in planta causes leaf yellowing, chlorophyll loss, malondial-
dehyde production, ethylene evolution, and induction of the senescence marker 
genes, which are hallmarks of leaf senescence and cell death [36, 38, 40]. The 
cell death response mediated by NRPs resembles a programmed cell death event. 
Because NRPs were the first components of the ER stress and osmotic stress-inte-
grating cell death response to be characterized, this signaling pathway is commonly 
referred to as the DCD/NRP-mediated cell death response.
Similar to NRPs, GmNAC81 (Glycine max NAC81, formerly designated as 
GmNAC6) is another target of the ER stress- and osmotic stress-integrating 
pathway that induces a senescence-like response in planta and cell death in soy-
bean protoplasts [37, 41]. GmNAC81 belongs to the plant-specific transcriptional 
factor superfamily of domain-containing proteins, represented by 111 members 
in Arabidopsis, 151 in rice, 152 in maize, and 180 in soybean [42, 43]. Members of 
this family function in development and stress response. The NAC transcriptional 
factors display a highly conserved N-terminal domain, called NAC domain, 
responsible for recognition of cis-regulatory elements on target promoters and 
DNA binding (Figure 2). The C-terminal domain is more divergent in sequence 
but is undoubtedly responsible for transcriptional activity [44, 45]. In addition, 
a subset of NAC proteins, which also exhibits protein binding activity, harbors 
an additional transmembrane domain present in the membrane-tethered NAC 
proteins [43, 46, 47].
NRPs and GmNAC81 are induced by several different abiotic and biotic stresses 
in a coordinated manner, but induction of NRPs precedes the upregulation of 
GmNAC81. This early induction kinetics of NRPs is consistent with its capacity to 
activate the promoter and induce the expression of GmNAC81. These data placed 
GmNAC81 downstream of NRPs in the ER and osmotic stress-induced cell death 
pathway [37]. More recently, using reverse genetics in Arabidopsis, NRPs were 
confirmed to be upstream of ANAC36, the Arabidopsis ortholog of GmNAC81, in 
the DCD/NRP-mediated cell death signaling [40].
3.  Early dehydration responsive gene 15, ERD15-like, controls NRP 
expression
The early dehydration responsive (ERD) genes were first identified due to their 
rapid induction in response to drought stress. The ERD genes (ERD1 to ERD16) 
encode a set of proteins that differ in biological functions and cell localization [48]. 
Among them, ERD15 is a small acidic and hydrophilic protein that belongs to the 
PAM2 domain-containing protein family (Figure 2). The PAM2 domain is a well-
characterized protein–protein interaction domain, which allows ERD15 to interact 
with polyA-binding proteins (PABP) regulating mRNA stability and protein trans-
lation [49]. In addition to PAM2, ERD15 contains two other domains with unknown 
function, designated as PAM2-associated element 1 (PAE1) and QPR.
ERD15 is a multiple stress-responsive gene that is involved in adaptation to 
abiotic and biotic stress. Light treatment, cold stress, and high salinity trigger 
ERD15 expression [50, 51]. ERD15 functions as a negative regulator of the abscisic 
acid (ABA)-mediated response and a positive regulator of the salicylic acid (SA)-
dependent defense pathway. ERD15-overexpressing transgenic lines are less sensi-
tive to ABA and display enhanced salicylic acid-dependent defense pathway, which 
was associated with increased resistance to the bacterial Erwinia carotovora of the 
transgenic lines [52].
Consistent with the multiple stress-responsive expression profiles, the soybean 
ERD15 ortholog (GmERD15) is also induced by ER and osmotic stress. GmERD15 
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was identified using one hybrid screening that targeted the NRP-B promoter in 
yeast. As an upstream member of the NRP-mediated cell death response, GmERD15 
binds the NRP-B promoter region in vivo and in vitro and induces the NRP-B 
expression [53]. Despite its role as a transcription factor, GmERD15 does not 
harbor a typical DNA-binding motif, but instead, it contains a conserved sequence 
of 13 amino acids at positions 71–83 (DEDEKERKEgKEv), which is a part of a 
tripartite motif domain derived from ssDNA-binding transcriptional regulators 
[54]. Accordingly, the GmERD15 binding site was mapped to a 12-bp palindromic 
sequence −511AGCAnnnnnTGCT−500 on the NRP-B promotor in both single-
stranded and double-stranded configurations [53].
4.  The stress-induced NRP/NAC081/VPE module transduces a cell death 
signal
As components of the DCD/NPR-mediated cell death signaling, NRPs and 
GmNAC81 are critical mediators of cell death derived from ER stress and osmotic 
stress signals. More recent progress toward deciphering this branch of stress-
induced cell death signaling includes the identification of two additional down-
stream components, the NAC transcriptional factor (GmNAC30) and the vacuolar 
processing enzyme (VPE) [55].
GmNAC30 was identified as a nuclear partner of GmNAC81 via two-hybrid 
screening using GmNAC81 as a bait. GmNAC30 and GmNAC81 exhibit similar 
expression profiles and cell death activity. They are upregulated by ER stress, 
osmotic stress, and by the cell death-inducer cycloheximide. Consistently, 
GmNAC30 promotes cell death when transiently expressed in soybean protoplasts 
and, as a downstream component of the cell death signaling, is induced by expres-
sion of NRP-A and NRP-B.
GmNAC30 interacts with GmNAC81 in vitro and in vivo, the complex formed 
binds to common cis-regulatory sequences in target promoters and synergistically 
regulates hydrolytic enzyme promoters, including the caspase-1-like vacuolar 
processing enzyme (VPE) gene, which is involved in PCD in plants [55]. Consistent 
with their transcriptional function as a heterodimer, GmNAC81 and GmNAC30 
display overlapping and coordinate expression profiles in response to multiple envi-
ronmental and developmental stimuli. Therefore, the stress-induced GmNAC30 
cooperates with GmNAC81 to activate PCD through the upregulation of the cell 
death executioner VPE.
VPE is a vacuole-localized cysteine protease that exhibits caspase-1-like activity 
and hydrolyzes a peptide bond at the C-terminal side of aspartate and asparagine 
residues [56]. It is synthesized as an inactive preprotein precursor, which is self-
catalytically converted into the active mature form, under a processing step that 
resembles the activation of caspase 1 (Figure 2). It has been associated with Tobacco 
mosaic virus-induced hypersensitive cell death and developmental PCD [57, 58]. As 
an executioner of a cell death program, VPE is self-activated by hydrolytic cleavage 
and, in turn, mediates the initial activation of vacuolar enzymes, which degrade the 
vacuolar membrane and initiate the proteolytic cascade leading to PCD. Therefore, 
VPE activation may result in vacuolar collapse-mediated cell death, a type of plant-
specific programmed cell death.
The discovery of VPE as a downstream target of the coordinate action of 
GmNAC81 and GmNAC30 underlies a mechanism for the execution of the ER 
and osmotic stress-induced cell death program (Figure 1). This model holds that 
prolonged ER and osmotic stresses induce the expression of the transcriptional 
activator GmERD15 to target the NRP promoter. The upregulation of NRPs initiates 
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a transduction signaling that leads to the induction of GmNAC81 and GmNAC30, 
which cooperate to activate the VPE promoter and expression. Activation of VPE 
promotes the disintegration of vacuoles, initiating the proteolytic cascade in plant 
PCD. As vacuole-triggered PCD is unique to plants, the regulatory circuit linking 
the stress signal to activation of VPE is fundamentally composed of plant-specific 
signaling components.
The DCD/NRP-mediated programmed cell death pathway is conserved and 
operates with similar regulatory mechanisms in plants [40]. Soybean prototypes 
of each component of the cell death pathway were used to search for orthologs 
in the Arabidopsis genome (Figure 3) [30]. Arabidopsis AtNRP1 is most closely 
related to GmNRP-A and GmNRP-B, whereas a third homolog GmNRP-C was 
Figure 3. 
Integration of developmental signal and stress signals into the DCD/NRP-mediated cell death response. 
Leaf senescence, ER stress, and osmotic stress induce the expression of ERD15-regulated NRP-A that in turn 
upregulates NRP-B to initiate a signaling cascade that culminates with the induction of GmNAC30 and 
GmNAC81 expression. The NAC transcription factors form a heterodimer to fully induce the activation of VPE 
promoter, which leads to VPE upregulation and subsequent execution of a cell death program. The ER-resident 
molecular chaperone BiP acts as a negative regulator of cell death by modulating the expression and activity of 
the cell death pathway components. The DCD/NRP-mediated cell death signaling is conserved in other plant 
species, and the Arabidopsis orthologs are shown on the right.
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related to AtNRP-2. GmNAC81 and its paralog share sequence conservation with 
the Arabidopsis ortholog ANAC36 (At2G17040), whereas the predicted Arabidopsis 
ortholog of soybean VPE was identified as At4G32940/γVPE. Transient expression 
of the selected Arabidopsis orthologs of pathway components (AtNRP-1, AtNRP-2, 
ANAC36, and γVPE) induces cell death in Nicotiana benthamiana leaves with the 
appearance of hallmarks of PCD and leaf senescence, including DNA fragmenta-
tion, leaf yellowing, chlorophyll loss, and lipid peroxidation [38]. In addition, 
knockout lines for each one of pathway genes in Arabidopsis display enhanced 
tolerance to ER stress-mediated cell death induction. Very importantly, the stress 
induction of AtNRP2, ANAC36, and γVPE was dependent on the AtNRP1 function, 
confirming the upstream position of AtNRP1 in the cell death pathway. Therefore, 
in Arabidopsis, the execution of the cell death program has been proposed to occur 
through AtNRP1-mediated induction of the AtNRP2-ANAC36-γVPE signaling 
module. Nevertheless, functional information about the GmERD15 and GmNAC30 
orthologs in Arabidopsis is lacking, and these pathway components have not been 
identified yet in Arabidopsis. Both in soybean and Arabidopsis, the DCD/NRP-
mediated cell death pathway is modulated by the ER-resident molecular chaperone 
BiP, which negatively regulates the gene expression and activity of these cell death-
inducing genes [13, 40].
5.  A negative regulator of the NRP/NAC081/VPE signaling module 
confers tolerance to drought
Plants can negatively modulate the NRP/DCD-mediated cell death response to 
suit the cellular balance during the stress conditions. Moreover, this modulation 
improves the cellular stableness and consequently increases the plant tolerance to 
stress conditions in an essential process that is required for plant acclimatization 
and development. The molecular chaperone BiP plays a crucial role as a negative 
regulator of NRP/DCD-mediated cell death response. BiP belongs to the HSP70 
family, which is essential to protect the cells against environmental stresses and to 
restore the cell homeostasis [59].
The molecular chaperone BiP has a catalytic site at the amino-terminal region 
and a substrate-binding site at the carboxy-terminal region [60]. BiP is involved in 
the regulation of several processes in the endoplasmic reticulum, a critical organ-
elle that is related to responses to abiotic and biotic stress in plants. In the ER, BiP 
acts as a sensor that responds to quantitative and qualitative changes in the ER by 
regulating the activity of ER stress transducers [61]. Furthermore, BiP coordinately 
regulates the cell death signaling, which connects the signals from osmotic and ER 
stress in a DCD/NRP-dependent manner [35, 36, 38].
BiP attenuates the NRP/DCD-mediated cell death signal propagation by the 
modulation of expression and activity of the pathway signaling components 
(Figure 3). BiP overexpression in soybean attenuates ER stress- and osmotic 
stress-mediated cell death, a phenotype that is linked to a delay in the induction 
of GmNRP-A, GmNRP-B, and GmNAC81 under ER stress and osmotic stress 
[38]. Furthermore, enhanced accumulation of BiP in tobacco (Nicotiana tabacum) 
prevents the GmNRP- and GmNAC81-mediated induction of cell death-associated 
physiological and molecular markers, whereas silencing of endogenous BiP 
enhances the cell death response.
In addition to alleviating ER and osmotic stress-mediated cell death, the 
BiP overexpression in plants has also been shown to increase their tolerance to 
water deficits [62–64]. Enhanced accumulation of BiP in soybean, tobacco, and 
Arabidopsis promotes a delay in drought-induced senescence and wilting of leaves 
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leading to a higher survival rate of overexpressing lines under water-deficit regimes 
[12, 38, 40, 63–64]. The BiP-mediated tolerance mechanism is not associated 
with conventional mechanisms of drought tolerance and avoidance, as the BiP-
overexpressing lines do not display lower photosynthesis and transpiration rates 
than untransformed lines under drought, and the stomata closure and root growth 
are not stimulated under water deprivation. Furthermore, the BiP-overexpressing 
lines exhibit a lower induction of drought-related genes than WT under water-
deficit conditions, and the abscisic acid content in BiP-overexpressing plants is 
similar to untransformed lines, indicating that the BiP-mediated drought tolerance 
mechanism is independent on ABA [59, 64, 65]. Under drought conditions, the only 
variations observed in BiP-overexpressing lines are a delay in drought-induced leaf 
senescence and an attenuation in the drought induction of PCD-associated marker 
genes, which is associated with the protective function of BiP as a negative modula-
tor of the DCD/NRP-mediated cell death response. A metabolomic approach was 
used to detect the metabolite profile of BiP-overexpressing lines under drought 
conditions [65]. Due to a higher osmolyte accumulation, mainly amino acids, the 
BiP-overexpressing plants can maintain the leaf turgidity upon drought stress, 
which is a phenotypic hallmark of the BiP-mediated tolerance to drought. The BiP-
overexpressing lines also display a higher accumulation of salicylic acid and upregu-
lation of SA-responsive genes, which is associated with accelerated hypersensitive 
response triggered by Pseudomonas syringae pv tomato in soybean and tobacco [59, 
65]. The SA signaling also activates the antioxidative metabolism, which may be 
linked to the BiP protective function to drought. Very importantly, the BiP modu-
lation of the DCD/NRP-mediated cell death response does not impair the plant 
growth and development.
6.  The stress-induced DCD/NRP-mediated cell death signaling 
positively regulates leaf senescence
Leaf senescence is a natural process in plant development, which begins with a 
physiological transition between active photosynthetic leaves to degenerative and 
nutrient-recycling leaves. The classical age senescence-related symptom is the leaf 
yellowing caused by generalized chlorophyll loss. The age-induced senescence or 
naturally programmed leaf senescence, hereafter referred to as leaf senescence, 
occurs by plant aging and is precisely regulated by senescence-associated genes 
(SAGs) [66, 67].
Many SAGs are environmental- and stress-responsive genes, integrating a con-
vergent regulatory cascade between natural plant development and stress-induced 
PCD [68]. At the molecular level, the onset of senescence is accompanied by a 
massive reprogramming of gene expression, probably controlled by senescence-
associated transcription factors. Among these, several NAC transcription factors 
have been associated with senescence regulation based on high-resolution temporal 
expression profiles [69].
In soybean, a transcriptomic analysis of senescing leaves reveals that 44% of 
the GmNAC genes were differentially expressed at the onset of leaf senescence. 
The most representative subfamilies of soybean senescence-associated NAC genes 
were the abiotic stress-induced SNAC-A (ATAF) subfamily, in which 90% of the 
members were differentially expressed during senescence, followed by the biotic 
stress-induced TERN subfamily, displaying 80% of the members differentially 
expressed during leaf senescence [43]. GmNAC30 and GmNAC81, which belong 
to the SNAC-A and TERN subfamilies, respectively, are among the upregulated 
genes by leaf senescence [43, 59]. These results raise the hypotheses that the (i) 
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DCD-NRP/NAC/VPE signaling module may integrate stress-induced with natural 
leaf senescence and (ii) other NAC genes may be involved in integrated circuits 
between age- and stress-induced cell death pathways.
Regarding the first hypothesis, several lines of evidence indicate that the regu-
latory circuit NRPs/GmNAC81:GmNAC30/VPE integrates osmotic stress- and 
ER stress-induced PCD response with natural leaf senescence. First, not only 
GmNAC30 and GmNAC81 but also the other cell death pathway components, 
NRP-A, NRP-B, and VPE, are induced by leaf senescence [43, 59, 70]. Second, the 
activity of VPE is also induced during the onset of leaf senescence [59]. Third, 
transient expression of the soybean components of ER stress- and osmotic stress-
induced cell death response, NRP-A, NRP-B, GmNAC81, and GmNAC30, as well 
as the Arabidopsis orthologs AtNRP1, AtNRP2, ANAC36, and γVPE, in protoplasts 
and in planta induce a cell death response bearing the hallmarks of leaf senes-
cence and PCD. These symptoms include the induction of caspase 1-like activity 
and DNA fragmentation, chlorophyll loss, protein degradation, enhanced lipid 
peroxidation, and the induction of senescence-associated marker genes [36–38, 
40, 55]. Fourth, enhanced accumulation of BiP, which negatively regulates the 
NRPs/GmNAC81:GmNAC30/VPE signaling module, also promotes a delay in leaf 
senescence in transgenic plants [59]. Finally, GmNAC81 is a positive regulator of 
naturally programmed leaf senescence [70]. Although leaf senescence is genetically 
programmed in an age-dependent manner, it can be triggered by environmental 
cues and is also positively and negatively regulated by various plant hormones. 
GmNAC81 and GmNAC30 are induced by the phytohormones ABA, jasmonic 
acid (JA) and salicylic acid (SA), which are positive regulators of senescence, 
and GmNAC81-overexpressing lines display high levels of ABA, mimicking the 
enhanced endogenous levels of this hormone during leaf senescence [70, 71]. 
Consistent with a role in leaf senescence, the overexpression of GmNAC81 in soy-
bean plants accelerates leaf senescence, a phenotype associated with extensive leaf 
yellowing, increased chlorophyll loss, faster photosynthetic decay, and enhanced 
expression and activity of the GmNAC81 direct target VPE, than untransformed, 
wild-type plants. Conversely, suppressing GmNAC81 expression delays leaf senes-
cence and decreases the expression of GmNAC81 direct target genes, including 
VPE [70]. Therefore, GmNAC81 is involved in developmentally programmed leaf 
senescence. Furthermore, ER stress- and osmotic stress-induced PCD is integrated 
with natural leaf senescence through the NRPs/NACs/VPE regulatory circuit.
7. Conclusion
Since the discovery of the ER stress- and osmotic stress-induced DCD/NRP-
mediated cell death response, considerable progress has been achieved toward deci-
phering the components and regulation of the pathway (Figure 3). We now know 
that the combination of multiple stresses synergistically activates a plant-specific 
PCD response that is initiated by induction of the stress-responsive transcription 
factor GmERD15, which, in turn, binds and activates the DCD/NRP promoter. 
Induction of the DCD/NRP genes NRP-A and NRP-B leads to the activation of a 
signal cascade that culminates with the upregulation of the transcription factors 
GmNAC81 and GmNAC30. The NAC transcription factors form a heterodimer to 
activate the expression of hydrolytic enzymes, including VPE, an executioner of 
vacuole-triggered programmed cell death. The stress-induced DCD/NRP-mediated 
cell death response is conserved in plants with similar regulatory mechanisms and 
represents a shared response to multiple stress signals. As a negative regulator of 
the stress-induced DCD/NRP-mediated cell death response, overexpression of the 
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ER-resident molecular chaperone BiP delays drought-induced senescence in tobacco 
and soybean plants and confers the increased adaptation of these transgenic lines 
under water deprivation conditions. This DCD/NNP-mediated stress-induced cell 
death program is also activated during age-dependent leaf senescence and contrib-
utes positively for the progression of the developmentally programmed senescence. 
Therefore, the plant-specific NRPs/NACs/VPE signaling module represents a 
regulatory circuit integrating stress-induced with natural leaf senescence.
Acknowledgements
We thank the Brazilian government agencies, Conselho Nacional de 
Desenvolvimento Científico e Tecnológico (CNPq), Fundação de Amparo à Pesquisa 
do Estado de Minas Gerais (FAPEMIG), and Coordenação de Aperfeiçoamento de 
Pessoal de Nível Superior (CAPES), for financial support.
Conflict of interest
The authors declare no conflict of interest.
Author details
Otto Teixeira Fraga1,2, Bruno Paes de Melo1,2, Luiz Fernando de Camargos1,2,  
Debora Pellanda Fagundes1, Celio Cabral Oliveira1,2, Eduardo Bassi Simoni1,2,  
Pedro Augusto Braga dos Reis1,2 and Elizabeth Pacheco Batista Fontes1,2*
1 National Institute of Science and Technology in Plant-Pest Interactions, Bioagro, 
Universidade Federal de Viçosa, Viçosa, Brazil
2 Department of Biochemistry and Molecular Biology/BIOAGRO, Universidade 
Federal de Viçosa, Viçosa, Brazil
*Address all correspondence to: bbfontes@ufv.br
© 2019 The Author(s). Licensee IntechOpen. This chapter is distributed under the terms 
of the Creative Commons Attribution License (http://creativecommons.org/licenses/
by/3.0), which permits unrestricted use, distribution, and reproduction in any medium, 
provided the original work is properly cited. 
14
Plant Science - Structure, Anatomy and Physiology in Plants Cultured in Vivo and in Vitro
[1] Pandey S. Heterotrimeric G-protein 
signaling in plants: Conserved and novel 
mechanisms. Annual Review of Plant 
Biology. 2019;70:213-238. DOI: 10.1146/
annurev-arplant-050718-100231
[2] Mahajan S, Tuteja N. Cold, salinity 
and drought stresses: An overview. 
Archives of Biochemistry and 
Biophysics. 2005;444:139-158. DOI: 
10.1016/j.abb.2005.10.018
[3] Zandalinas SI, Mittler R,  
Balfagóna D, Arbonaa V, Gómez- 
Cadenas A. Plant adaptations to the 
combination of drought and high 
temperatures. Physiologia Plantarum. 
2018;162:2-12. DOI: 10.1111/ppl.12540
[4] Stone SL. Role of the ubiquitin 
proteasome system in plant response 
to abiotic stress. International Review 
of Cell and Molecular Biology. 
2019;343:65-110. DOI: 10.1016/
bs.ircmb.2018.05.012
[5] Mansfield TA, Atkinson CJ. Stomatal 
behaviour in water stressed plants. In: 
Alscher RG, Cumming JR, editors. Stress 
Responses in Plants : Adaptation and 
Acclimation Mechanisms. New York: 
Wiley-Liss, Inc.; 1990. pp. 241-264
[6] Cheng WH, Endo A, Zhou L, 
Penney J, Chen HC, Arroyo A, et al. 
A unique short-chain dehydrogenase/
reductase in Arabidopsis glucose 
signaling and abscisic acid biosynthesis 
and functions. The Plant Cell. 
2002;14:2723-2743. DOI: 10.1105/
tpc.006494
[7] Bota J, Medrano H, Flexas J. Is 
photosynthesis limited by decreased 
Rubisco activity and RuBP content 
under progressive water stress? New 
Phytologist. 2004;162:671-681. DOI: 
10.1111/j.1469-8137.2004.01056.x
[8] Baxter A, Mittler R, Suzuki N. ROS 
as key players in plant stress signalling. 
Journal of Experimental Botany. 
2014;65:1229-1240. DOI: 10.1093/jxb/
ert375
[9] Zhu JK. Abiotic stress signaling and 
responses in plants. Cell. 2016;167:313-
324. DOI: 10.1016/j.cell.2016.08.029
[10] Eichmann R, Schafer P. The 
endoplasmic reticulum in plant 
immunity and cell death. Frontiers in 
Plant Science. 2012;3:200. DOI: 10.3389/
fpls.2012.00200
[11] Hetz C. The unfolded protein 
response: Controlling cell fate decisions 
under ER stress and beyond. Nature 
Reviews Molecular Cell Biology. 
2012;12:89-112. DOI: 10.1038/nrm3270
[12] Reis P, Fontes EPB. N-rich protein 
(NRP)-mediated cell death signaling: 
A new branch of the ER stress 
response with implications for plant 
biotechnology. Plant Signaling & 
Behavior. 2012;7:628-632. DOI: 10.4161/
psb.20111
[13] de Camargos LF, Fraga OT, 
Oliveira CC, da Silva JCF, Fontes EPB, 
Reis PAB. Development and cell death 
domain-containing asparagine-rich 
protein (DCD/NRP): An essential 
protein in plant development and 
stress responses. Theoretical and 
Experimental Plant Physiology. 
2019;31:59-70. DOI: 10.1007/
s40626-018-0128-z
[14] Schwarz DS, Blower MD. The 
endoplasmic reticulum: Structure, 
function and response to cellular 
signaling. Cellular and Molecular Life 
Sciences. 2016;73:79-94. DOI: 10.1007/
s00018-015-2052-6
[15] Water P, Ron D. The unfolded 
protein response: From stress pathway 





A Regulatory Circuit Integrating Stress-Induced with Natural Leaf Senescence
DOI: http://dx.doi.org/10.5772/intechopen.89498
[16] Yoshida H, Matsui T, Yamamoto A,  
Okada T, Mori K. XBP1 mRNA is 
induced by ATF6 and spliced by IRE1 in 
response to ER stress to produce a 
highly active transcription factor. 
Cell. 2001;107:881-891. DOI: 10.1016/
s0092-8674(01)00611-0
[17] Chen CY, Malchus NS, Hehn B, 
Stelzer W, Avci D, Langosch D, et al. 
Signal peptide peptidase functions in 
ERAD to cleave the unfolded protein 
response regulator XBP1u. EMBO 
Journal. 2014;33:2492-2506. DOI: 
10.15252/embj.201488208
[18] Koizumi N, Martinez IM, Kimata Y,  
Kohno K, Sano H, Chrispeels MJ.  
Molecular characterization of two 
Arabidopsis Ire1 homologs, endoplasmic 
reticulum-located transmembrane 
protein kinases. Plant Physiology. 
2001;127:949-962. DOI: https://doi.
org/10.1104/pp.010636
[19] Humbert S, Zhong S, Deng Y, 
Howell SH, Rothstein SJ. Alteration of 
the bZIP60/IRE1 pathway affects plant 
response to ER stress in Arabidopsis 
thaliana. PLoS One. 2012;7:e39023. DOI: 
10.1371/journal.pone.0039023
[20] Harding HP, Novoa I, Zhang Y,  
Zeng H, Wek R, Schapira M, et al. 
Regulated translation initiation controls 
stress-induced gene expression in 
mammalian cells. Molecular Cell. 
2000;6:1099-1108. DOI: 10.1016/
S1097-2765(00)00108-8
[21] Urade R. The endoplasmic reticulum 
stress signaling pathways in plants. 
BioFactors. 2009;35:326-331. DOI: 
10.1002/biof.45
[22] Ruberti C, Kim SJ, Stefano G, 
Brandizzi F. Unfolded protein response 
in plants: One master, many questions. 
Current Opinion in Plant Biology. 
2015;27:59-66. DOI: 10.1016/j.
pbi.2015.05.016
[23] Bao Y, Howell SH. The unfolded 
protein response supports plant 
development and defense as well as 
responses to abiotic stress the unfolded 
protein response supports plant 
development and defense as well as 
responses to abiotic stress. Frontiers in 
Plant Science. 2017;8:344. DOI: 10.3389/
fpls.2017.00344
[24] Deng Y, Humbert S, Liu JX, 
Srivastava R, Rothstein SJ, Howell SH. 
Heat induces the splicing by IRE1 of 
a mRNA encoding a transcription 
factor involved in the unfolded protein 
response in Arabidopsis. Proceedings 
of the National Academy of Sciences 
of the United States of America. 
2011;108:7247-7252. DOI: 10.1073/
pnas.1102117108
[25] Iwata Y, Fedoroff NV, Koizumi N. 
Arabidopsis bZIP60 is a proteolysis-
activated transcription factor 
involved in the endoplasmic reticulum 
stress response. The Plant Cell. 
2008;20:3107-3121. DOI: 10.1105/
tpc.108.061002
[26] Nagashima Y, Ki M, Suzuki E,  
Shimada Y, Iwata Y, Koizumi N.  
Arabidopsis IRE1 catalyses 
unconventional splicing of bZIP60 
mRNA to produce the active 
transcription factor. Scientific Reports. 
2011;1:29. DOI: 10.1038/srep00029
[27] Lu SJ, Yang ZT, Sun L, Sun L,  
Song ZT, Liu JX. Conservation 
of IRE1-regulated bZIP74 mRNA 
unconventional splicing in rice 
(Oryza sativa L.) involved in ER stress 
responses. Molecular Plant. 2012;5:504-
514. DOI: 10.1093/mp/ssr115
[28] Hayashi S, Takahashi H, 
Wakasa Y, Kawakatsu T. Identification 
of a cis-element that mediates multiple 
pathways of the endoplasmic reticulum 
stress response in rice. Plant Journal. 
2013;74:248-257. DOI: 0.1111/tpj.12117
[29] Li Y, Humbert S, Howell SH. 
ZmbZIP60 mRNA is spliced in maize 
in response to ER stress. BMC Research 
Plant Science - Structure, Anatomy and Physiology in Plants Cultured in Vivo and in Vitro
16
Notes. 2012;5:144. DOI: 
10.1186/1756-0500-5-144
[30] Silva PA, Silva JCF, Caetano HDN, 
Machado JPB, Mendes GC, Reis PAB, 
et al. Comprehensive analysis of the 
endoplasmic reticulum stress response 
in the soybean genome: Conserved 
and plant-specific features. BMC 
Genomics. 2015;16:783. DOI: 10.1186/
s12864-015-1952-z
[31] Che P, Bussell JD, Zhou W,  
Estavillo GM, Pogson BJ, Smith SM.  
Signaling from the endoplasmic 
reticulum activates brassinosteroid 
signaling and promotes acclimation. 
Science Signaling. 2010;3:ra69. DOI: 
10.1126/scisignal.2001140
[32] Liu JX, Srivastava R, Che P, 
Howell SH. An endoplasmic reticulum 
stress response in Arabidopsis is 
mediated by proteolytic processing 
and nuclear relocation of a membrane-
associated transcription factor, bZIP28. 
The Plant Cell. 2007;19:4111-4119. DOI: 
10.1105/tpc.106.050021
[33] Gao H, Brandizzi F, Benning C, 
Larkin RM. A membrane-tethered 
transcription factor defines a branch of 
the heat stress response in Arabidopsis 
thaliana. Proceedings of the National 
Academy of Sciences of the United 
States of America. 2008;105:16398-
16403. DOI: 10.1073/pnas.0808463105
[34] Sun L, Zhang SS, Lu SJ, Liu JX. 
Site-1 protease cleavage site is important 
for the ER stress-induced activation 
of membrane-associated transcription 
factor bZIP28 in Arabidopsis. Science 
China. Life Sciences. 2015;58:270-275. 
DOI: 10.1007/s11427-015-4807-6
[35] Irsigler AST, Costa MDL, 
Zhang P, Reis PAB, Dewey RE, 
Boston RS, et al. Expression profiling 
on soybean leaves reveals integration 
of ER- and osmotic-stress pathways. 
BMC Genomics. 2007;8:431. DOI: 
10.1186/1471-2164-8-431
[36] Costa MDL, Reis PAB, Valente MAS, 
Irsigler AST, Carvalho CM, 
Loureiro ME, et al. A new branch of 
endoplasmic reticulum stress signaling 
and the osmotic signal converge on 
plant-specific asparagine-rich proteins 
to promote cell death. The Journal of 
Biological Chemistry. 2008;283:20209-
20219. DOI: 10.1074/jbc.M802654200
[37] Faria JAQA, Reis PAB, Reis MTB, 
Rosado GL, Pinheiro GL, Mendes GC, 
et al. The NAC domain–containing 
protein, GmNAC6, is a downstream 
component of the ER stress–and 
osmotic stress–induced NRP–mediated 
cell–death signaling pathway. BMC 
Plant Biology. 2011;11:129. DOI: 
10.1186/1471-2229-11-129
[38] Reis PAB, Rosado GL, Silva LAC, 
Oliveira LC, Oliveira LB, Costa MDL, 
et al. The binding protein BiP attenuates 
stress-induced cell death in soybean 
via modulation of the N-rich protein-
mediated signaling pathway. Plant 
Physiology. 2011;157:1853-1865. DOI: 
10.1104/pp.111.179697
[39] Tenhaken R, Doerks T, Bork P. 
DCD—A novel plant specific domain 
in proteins involved in development 
and programmed cell death. BMC 
Bioinformatics. 2005;6:169. DOI: 
10.1186/1471-2105-6-169.
[40] Reis PAB, Carpinetti PA, 
Freitas PPJ, Santos EGD, Camargos LF, 
Oliveira IHT, et al. Functional and 
regulatory conservation of the soybean 
ER stress-induced DCD/NRP-mediated 
cell death signaling in plants. BMC Plant 
Biology. 2016;16:156. DOI: 10.1186/
s12870-016-0843-z
[41] Pinheiro GL, Marques CS, 
Costa MDBL, Reis PAB, Alves MS, 
Carvalho CM, et al. Complete inventory 
of soybean NAC transcription factors: 
Sequence conservation and expression 
analysis uncover their distinct roles in 
stress response. Gene. 2009;444:10-23. 
DOI: 10.1016/j.gene.2009.05.012
17
A Regulatory Circuit Integrating Stress-Induced with Natural Leaf Senescence
DOI: http://dx.doi.org/10.5772/intechopen.89498
[42] Shao H, Wang H, Tang X. NAC 
transcription factors in plant multiple 
abiotic stress responses: Progress 
and prospects. Frontiers in Plant 
Science. 2015;6:902. DOI: 10.3389/
fpls.2015.00902
[43] Melo BP, Fraga OT, Silva JCF,  
Ferreira DO, Brustolini OJB, 
Carpinetti PA, et al. Revisiting the 
soybean GmNAC superfamily. Frontiers 
in Plant Science. 2018;9:1864. DOI: 
10.3389/fpls.2018.01864
[44] Olsen AN, Ernst HA, Leggio LL, 
Skriver K. NAC transcription factors: 
Structurally distinct, functionally 
diverse. Trends in Plant Science. 
2005;10:79-87. DOI: 10.1016/j.
tplants.2004.12.010
[45] Nakashima K, Takasaki H, Mizoi J, 
Shinozaki K, Yamaguchi-Shinozaki K. 
NAC transcription factors in plant 
abiotic stress responses. Biochimica et 
Biophysica Acta. 2012;1819:97-103. DOI: 
10.1016/j.bbagrm.2011.10.005
[46] Tran LSP, Quach TN, Guttikonda SK, 
Aldrich DL, Kumar R, Neelakandan A, 
et al. Molecular characterization of 
stress-inducible GmNAC genes in 
soybean. Molecular Genetics and 
Genomics. 2009;281:647-664. DOI: 
0.1007/s00438-009-0436-8
[47] Seo PJ, Kim MJ, Park JY, 
Kim SY, Jeon J, Lee YH, et al. Cold 
activation of a plasma membrane-
tethered NAC transcription factor 
induces a pathogen resistance 
response in Arabidopsis. Plant 
Journal. 2010;61:661-671. DOI: 
10.1111/j.1365-313X.2009.04091.x
[48] Kiyosue T, Yamaguchi-Shinozaki K, 
Shinozaki K. Cloning of cDNAs 
for genes that are early-responsive 
to dehydration stress (ERDs) in 
Arabidopsis thaliana L.: Identification 
of three ERDs as HSP cognate genes. 
Plant Molecular Biology. 1994;25:791-
798. DOI: 10.1007/bf00028874
[49] Wang X, Grumet R. Identification 
and characterization of proteins that 
interact with the carboxy terminus 
of poly(A)-binding protein and 
inhibit translation in vitro. Plant 
Molecular Biology. 2004;54:85-98. DOI: 
10.1023/B:PLAN.0000028771.70969.6b
[50] Dunaeva M, Adamska I.  
Identification of genes expressed 
in response to light stress in leaves 
of Arabidopsis thaliana using RNA 
differential display. European Journal of 
Biochemistry. 2001;268:5521-5529. DOI: 
10.1046/j.1432-1033.2001.02471.x
[51] Park MY, Chung MS, Koh HS, 
Lee DJ, Ahn SJ, Kim CS. Isolation and 
functional characterization of the 
Arabidopsis salt-tolerance 32 (AtSAT32) 
gene associated with salt tolerance 
and ABA signaling. Physiologia 
Plantarum. 2009;135:426-435. DOI: 
10.1111/j.1399-3054.2008.01202.x
[52] Kariola T, Brader G, Helenius E, Li J, 
Heino P, Palva ET. Early responsive to 
dehydration 15, a negative regulator of 
abscisic acid responses in Arabidopsis. 
Plant Physiology. 2006;142:1559-1573. 
DOI: 10.1104/pp.106.086223
[53] Alves MS, Reis PAB, Dadalto SP, 
Faria JAQA, Fontes EPB, Fietto LG. A 
novel transcription factor, ERD15 (early 
responsive to dehydration 15), connects 
endoplasmic reticulum stress with an 
osmotic stress-induced cell death signal. 
The Journal of Biological Chemistry. 
2011;286:20020-20030. DOI: 10.1074/
jbc.M111.233494
[54] Desveaux D, Allard J, Brisson N,  
Sygusch J. A new family of plant 
transcription factors displays a novel 
ssDNA-binding surface. Nature 
Structural and Molecular Biology. 
2002;9:512-517. DOI: 10.1038/nsb814
[55] Mendes GC, Reis PAB, Calil IP,  
Carvalho HH, Aragao FJL, Fontes EPB. 
GmNAC30 and GmNAC81 integrate 
the endoplasmic reticulum stress- and 
Plant Science - Structure, Anatomy and Physiology in Plants Cultured in Vivo and in Vitro
18
osmotic stress-induced cell death 
responses through a vacuolar processing 
enzyme. Proceedings of the National 
Academy of Sciences of the United 
States of America. 2013;110:19627-
19632. DOI: 10.1073/pnas.1311729110
[56] Hara-Nishimura I, Hatsugai N,  
Nakaune S, Kuroyanagi M, 
Nishimura M. Vacuolar processing 
enzyme: An executor of plant cell death. 
Current Opinion in Plant Biology. 
2005;8:404-408. DOI: 10.1016/j.
pbi.2005.05.016
[57] Hatsugai N, Kuroyanagi M, 
Yamada K, Meshi T, Tsuda S, Kondo M, 
et al. A plant vacuolar protease, VPE, 
mediates virus-induced hypersensitive 
cell death. Science. 2004;305:855-858. 
DOI: 10.1126/science.1099859
[58] Hatsugai N, Yamada K, 
Goto-Yamada S, Hara-Nishimura I. 
Vacuolar processing enzyme in plant 
programmed cell death. Frontiers in 
Plant Science. 2015;6:234. DOI: 10.3389/
fpls.2015.00234
[59] Carvalho HH, Silva PA, 
Mendes GC, Brustolini OJB, Pimenta MR, 
Gouveia BC, et al. The endoplasmic 
reticulum binding protein BiP displays 
dual function in modulating cell death 
events. Plant Physiology. 2014;164:654-
670. DOI: 10.1104/pp.113.231928
[60] DB MK. Structure and mechanism 
of 70-kDa heat-shock-related proteins. 
Advances in Protein Chemistry. 
1993;44:67-98. DOI: 10.1016/
S0065-3233(08)60564-1
[61] Srivastava R, Deng Y, Shah S, 
Rao AG, Howell SH. Binding protein is 
a master regulator of the endoplasmic 
reticulum stress sensor/transducer 
bZIP28 in Arabidopsis. The Plant 
Cell. 2013;25:1416-1429. DOI: 10.1105/
tpc.113.110684
[62] Cascardo JCM, Almeida RS, 
Buzeli RAA, Carolino SMB, Otoni WC, 
Fontes EPB. The phosphorylation 
state and expression of soybean BiP 
isoforms are differentially regulated 
following abiotic stresses. The 
Journal of Biological Chemistry. 
2000;275:14494-14500. DOI: 10.1074/
jbc.275.19.14494
[63] Alvim FC, Carolino SMB, 
Cascardo JCM, Nunes CC, Martinez CA, 
Otoni WC, et al. Enhanced accumulation 
of BiP in transgenic plants confers 
tolerance to water stress. Plant 
Physiology. 2001;126:1042-1054. DOI: 
10.1104/pp.126.3.1042
[64] Valente MAS, Faria JAQA,  
Soares-Ramos JRL, Reis PAB, 
Pinheiro GL, Piovesan ND, et al. The ER 
luminal binding protein (BiP) mediates 
an increase in drought tolerance in 
soybean and delays drought-induced 
leaf senescence in soybean and tobacco. 
Journal of Experimental Botany. 
2009;60:533-546. DOI: 10.1093/jxb/
ern296
[65] Coutinho FS, dos Santos DS,  
Lima LL, Vital CE, Santos LA, 
Pimenta MR, et al. Mechanism of 
the drought tolerance of a transgenic 
soybean overexpressing the 
molecular chaperone BiP. Physiology 
and Molecular Biology of Plants. 
2019;25:457-472. DOI: 10.1007/
s12298-019-00643-x
[66] Yoshida S. Molecular regulation of 
leaf senescence. Current Opinion in 
Chemical Biology. 2003;6:79-84. DOI: 
10.1016/S1369526602000092
[67] Lim PO, Kim HJ, Nam HG. Leaf 
senescence. Annual Review of Plant 
Biology. 2007;58:115-136. DOI: 10.1146/
annurev.arplant.57.032905.105316
[68] Balazadeh S, Siddqui H, Allu AD, 
Matallana-Ramirez LP, Caldana C, 
Mehrnia M, et al. A gene regulatory 
network controlled by the NAC 
transcription factor ANAC092/AtNAC2/
ORE1 during salt promoted senescence. 
19
A Regulatory Circuit Integrating Stress-Induced with Natural Leaf Senescence
DOI: http://dx.doi.org/10.5772/intechopen.89498
Plant Journal. 2010;62:250-264. DOI: 
10.1111/j.1365-313X.2010.04151.x
[69] Breeze E, Harrison E, McHattie S, 
Hughes L, Hickman R, Hill C, et al. 
High-resolution temporal profiling of 
transcripts during Arabidopsis leaf 
senescence reveals a distinct chronology 
of processes and regulation. The Plant 
Cell. 2011;23:873-894. DOI: 10.1105/
tpc.111.083345
[70] Pimenta MR, Silva PA, Mendes GC, 
Alves JR, Caetano HDN, Machado JPB, 
et al. The stress-induced soybean NAC 
transcription factor GmNAC81 plays 
a positive role in developmentally 
programmed leaf senescence. Plant and 
Cell Physiology. 2016;57:1098-1114. 
DOI: 10.1093/pcp/pcw059
[71] Zhang H, Zhou C. Signal 
transduction in leaf senescence. Plant 
Molecular Biology. 2013;82:539-545. 
DOI: 10.1007/s11103-012-9980-4
